. Enrichment of putative STAT3 binding sites in cluster 7 (early down-regulated genes). (A) The position weight matrix (PWM) STAT3 sequence logo obtained as described by Vallania et al, 2009 [32] . (B) The number of genes carrying putative STAT3 binding sites is represented for each cluster of genes regulated by STAT3 inducible knockdown in the cell line TS-SUP-M2 S3S (P = p value). Each human gene is associated with a score which is the sum of the conservation scores of the STAT3 sites found in its promoter region (−2000 +500 from TSS).The enrichment is evaluated with respect to all the genes in the chip that were detected above background in at least one sample. Cluster 7 showed a strong overrepresentation of putative STAT3 targets. This cluster includes 82 genes bearing one STAT3 binding site (stat3.1; p value 0.00082) and 54 genes with two binding sites (stat3.2; p value 0.00043). Table S2 . Cluster 7 genes selected for functional screening with shRNA. Table S3 . Schematic result of the functional shRNA screening on cluster 7 genes. Positive hits were selected according to the following criteria: more than one shRNA sequence was able to reduce target mRNA levels by at least 70%; there was a correlation between the proportion of gene silencing and the phenotype. For genes showing "strong" phenotype, a "rescue" experiment expressing a shRNA-resistant open reading frame was performed (ITK and IRF4 highlighted in black box). 
